Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.002 Å; R factor = 0.038; wR factor = 0.103; data-to-parameter ratio = 15.5.
The title compound, C 15 H 14 N 2 O 3 , was synthesized by the reaction of 4-methoxybenzaldehyde with 4-hydroxybenzohydrazide in methanol. The molecule adopts an E configuration about the C N bond. The two benzene rings make a dihedral angle of 46.6 (2) . In the crystal structure, molecules are linked into a two-dimensional network parallel to (001) through O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds.
Related literature
For the antibacterial activity of hydrazone compounds, see: Cukurovali et al. (2006) . Qu & Cao (2009) . For bond-length data, see: Allen et al. (1987) . Table 1 Hydrogen-bond geometry (Å , ). (1) 3.0216 (17) 173 (2) Symmetry codes: (i) Àx þ 1; y þ 1 2 ; Àz þ 3 2 ; (ii) Àx þ 3 2 ; y þ 1 2 ; z.
Experimental
Data collection: SMART (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL. a dihedral angle of 46.56 (7)°. The C8/N1/N2/C9/O2 plane makes dihedral angles of 8.2 (1) and 54.5 (1)°, respectively, with the C1-C6 and C10-C15 benzene rings. All the bond lengths are normal (Allen et al., 1987) .
In the crystal structure, molecules are linked through N-H···O and O-H···O hydrogen bonds (Table 1) , forming a two-dimensional network parallel to the (001) [Fig. 2 ].
Experimental 4-Methoxybenzaldehyde (13.6 mg, 0.1 mmol) and 4-hydroxybenzohydrazide (15.2 mg, 0.1 mmol) were mixed and refluxed in a methanol solution. After 30 min, the clear solution was evaporated to give colourless crystallites, which were recrystallized from methanol to form single crystals.
Refinement
Atom H2A was located in a difference Fourier map and refined isotropically, with the N-H distance restrained to 0.90 (1) Å. Other H atoms were placed in calculated positions [O-H = 0.82 Å and C-H = 0.93-0.96 Å] and constrained to ride on their parent atoms, with U iso (H) = 1.2U eq (C) and 1.5U eq (O and C7). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.77001 (10) 0.20495 (17) (7) 0.0058 (7) 0.0002 (7) C9 0.0356 (7) 0.0365 (8) 0.0369 (8) 0.0022 (6) 0.0015 (6) 0.0018 (6) C10 0.0359 (7) 0.0355 (8) 0.0363 (7) −0.0006 (6) 0.0051 (6) 0.0011 (6) C11 0.0320 (7) 0.0495 (9) 0.0438 (8) 0.0056 (7) 0.0050 (6) −0.0003 (7) C12 0.0364 (8) 0.0616 (11) 0.0401 (8) 0.0057 (7) −0.0030 (6) −0.0039 (7) C13 0.0401 (8) 0.0411 (8) 0.0360 (8) 0.0000 (7) 0.0059 (6) 0.0005 (6) C14 0.0319 (7) 0.0442 (9) 0.0480 (9) 0.0034 (6) 0.0056 (6) −0.0051 (7) C15 0.0339 (8) 0.0477 (9) 0.0449 (8) 0.0021 (7) −0.0019 (6) −0.0039 (7) Geometric parameters (Å, °) (17) 173 (2) Symmetry codes: (i) −x+1, y+1/2, −z+3/2; (ii) −x+3/2, y+1/2, z.
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